MATERIALS AND METHODS
Study animals.--We collected 220 specimens of Sharp-tailed Sparrows from 12 breeding populations, as well as 20 from two migration and wintering sites ( Table 1 ). All of the named taxa were represented by at least two samples from breeding populations. The sample from Popham Beach, Sagadahoc Co., Maine is from an area of overlap between A. c. caudacutus and A. c. subvirgatus. Study skins and partial skeletons, as well as tissue samples (heart, liver, kidney, breast muscle), were saved from specimens taken during the SPSSX 1986) to test for significant interpopulational variation of the characters, and principal-components analyses (PCA; NTSYS/FACTOR, version 4, level 6, 1984; Rohlf 1985) to look for multivariate patterns of variation in males. We estimated the size of missing (broken) characters using multiple regression (BMDP/ PAM; Dixon 1983), regressing the missing variable against the two non-missing ones that best predicted (within a sample) it. We omitted individuals missing more than three variables from the PCA analysis and, consequently, were able to use only 164 of the 220 birds. We extracted the first three components from a matrix of correlations among the raw measurements (Rising and Somers 1989 Altogether, 20 distinct mtDNA genotypes were observed among the 107 assayed Sharp-tailed Sparrows (Table 2) , yielding a genotypic diversity estimate (probability that any two individuals differ in genotype) of 0.835. This value is near the median of mtDNA diversities reported previously for other vertebrate species (Avise et al. 1989) . Table 3 already noted in the UPGMA and parsimony analyses. Thus, the derived NdeI pattern D united mtDNA clones h-t (with the exception of clone l), and the derived patterns PvuII E and F united clones a-f (Table 2) . Therefore, the major feature of these molecular data is the fundamental phylogenetic break between two mtDNA clonal arrays (a-g versus h-t). The first haplotype array characterized all (except one) sampled breeding individuals from Massachusetts, New York, New Jersey, and Delaware (conventionally, A. c. caudacutus and A. c. diversus), whereas the latter array characterized all assayed breeding specimens from the continental interior, James Bay, the St. Law- c. alterus, A. c. subvirgatus, or A. c. nelsoni) on the basis of plumage characteristics (Jon Greenlaw pers. comm.).
Morphometrics.--The ANOVAs show that there is highly significant (P < 0.001) interpopulational variation in all 25 variables. The pattern of variation that emerges from these ANOVAs is that the prairie birds are smallest in size, followed by James Bay, New Brunswick and Quebec, and Atlantic coast specimens, in that order.
The first three components extracted from the PCA explain 49.7, 10.4, and 5.8% of the total variation among the 164 male specimens in the 25-character space (Table 4) In the plot of PC 1 and PC 2 (Fig. 4) Jersey, and Delaware), but virtually no overlap between these groups on the PC 2 axis. The DFA also demonstrates the phenetic distinctiveness of the northern and southern mtDNA clones, with all specimens correctly identified to these two assemblages (Table 5 ).
In the sample from southern Maine where both mtDNA clades co-occur in high frequency, (Fig. 4, In addition to the general distinctions between the northern and southern populations, the morphometric analyses allowed some finer resolutions within regions (Fig. 4, Table 5 ). For example, the two prairie samples (locales 1 and 2) overlap extensively in the PCA plot, but are consistently among the smallest of all Sharptailed Sparrows (Fig. 4) . Within the northern array, the New Brunswick specimens (locale 3) are consistently among the largest; in the southern array, Massachusetts birds (locale 9) typically score among the highest along both PC 1 and PC 2 (Fig. 4) . (Fig. 4) . However, other boundary lines might justifiably be drawn through Figure 4 emphasizing other regional subdivisions (such as the clustering of locales 1 and 2 in lower left corner of PC 1 / PC 2 space). Thus, while a morphological partition can be identified that is concordant with the mtDNA subdivision, it is not obvious that the separation into northern and southern Sharp-tailed Sparrows (as defined here) is the most fundamental morphological separation, nor that a historical population separation led to the "northern" versus "southern" distinction. In contrast, the partition in the mtDNA tree evidences not only fixed and known genetic differences between regions, but also cu-mulative mutational divergence that goes well beyond the level of mtDNA sequence diversity reflected as polymorphisms within either region (Fig. 3) . The argument for a northern-versus-southern distinction in Sharp-tailed Sparrows is strengthened further by other differences previously noted by other researchers. Montagna (Table 6 ) and, hence, appear not to be hybrids between northern and southern birds (well-defined genetic markers from the nuclear genome would be required to confirm this suspicion). However, other birds from this locale exhibit mixed assortments of mtDNA and morphological attributes (Table 6) 
DISCUSSION

